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Conclusion: This study suggest the sequencing of the pncA gene
and its promotor can offer a rapid and reliable tool to predict a
possible treatment failure in patients with MDR-TB.
http://dx.doi.org/10.1016/j.ijid.2016.02.246
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Background: The emergence of antibiotic-resistant microor-
ganisms in food-animal environments poses a public health
concern. Staphylococcal is an important opportunistic pathogen
both in humans and in dairy cattle. It can be transferred between
animals and humans either by direct contact or via the food chain.
This study aimed to evaluate the phenotypic and genotypic char-
acterization ofmethicillin-resistant staphylococci fromdairy cattle
in a rural community, Okada, Edo State, Nigeria.
Methods & Materials: A total of 283 samples from cattle
(137 milk samples and 146 nasal swabs) were assessed between
February and April 2015. Phenotypic reactions were conducted
usingModiﬁedHodge Test (MHT), andDouble Disk Synergistic Test
(DDST). Antimicrobial susceptibilitywasperformedbyKirby-Bauer
diskdiffusionmethodaccording toCLSI standard. Polymerase chain
reaction (PCR) assay were employed for the detection of 16S rRNA,
mecA, nuc and PVL genes.
Results: The Staphylococcal was identiﬁed through partial 16S
ribosomal ribonucleic acids (rRNA) nucleotide sequencing and
BLAST analysis of the gene sequence showed the staphylococcal to
have 98% - 100% similarity to Staphylococcus aureus (30), S. epider-
midis (17), S. haemolyticus (15), S. saprophyticus (13), S. chromogenes
(8), S. simulans (7), S. intermedius (6) and S. xylosus (4).MHT showed
90% and 96% of the isolates from nasal and raw milk respectively,
revealed carbapernemase activity. Also, 4% of the isolates from the
nasal cavity and 8% of the isolates from raw milk were positive to
DDST, thus revealing metallo--lactamases production. Resistance
of 100% was observed in all Staphylococcus spp., against MET, PEN,
CLN, CHL and SXT. Multidrug resistant from nasal cavity and raw
milk reveals 13 isolates against METR, PENR, AMXR, CLNR, CHLR,
SXTR CLXR, KANR, ERYR, and VANR. Of all isolates, 100% harboured
the mecA, 46% of the isolates nuc genes while 30% of the isolates
possess the PVL gene. All S. aureus isolates harboured the PVL gene
while other Staphylococcus spp., were negative to the PVL gene. S.
aureus were 90% positive to the nuc gene.
Conclusion: The presence of methicillin-resistant Staphylococ-
cus isolates in dairy cattle is a potential public health risk and thus
the ﬁndings in this study can be used as a baseline for further
surveillance.
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Background: Salmonella species have been incriminated glob-
ally as a leading cause of gastroenteritis in humans, with food
producing animals serving as potential reservoirs. The wide spread
of antimicrobial-resistant Salmonellahas been a serious human and
animal health problem. The objective of this study was to evaluate
Salmonella serovars recovered from slaughtered food-animals and
wastewater in abattoir environment.
Methods & Materials: This study was conducted between May
and July 2015 in Benin City. A total of 170 samples, comprising
of 25 each from rectum, ileum and gall bladder of cattle and 15
each from the same anatomical sites of goats and 50 environmental
samples from abattoir efﬂuents. The samples were collected from
different abattoirs in Benin City environs. Samples were analyzed
for Salmonella using the standard culture-based, biochemical and
serological techniques. Salmonella colonies were screened using
specie-speciﬁc primers (Salmonella Enteritidis-ENT-F&ENT-R and
Salmonella Typhimurium (STM4492-F&STM4492-R) employing
PCR assay. Antibiotic susceptibility of the isolates was determined
by the Kirby-Bauer disc-diffusionmethod following the CLSI guide-
lines.
Results: A total of 170 samples were analyzed, the over-
all prevalence rate of Salmonella species revealed 98(57.64%) in
all samples analysed with Salmonella Enteritidis 63(37.05%) and
Salmonella Typhimurium 69(40.58%). Salmonella Enteritidis and
Salmonella Typhimurium from food-animals and abattoir efﬂu-
entsexhibited100%resistanceagainst chloramphenicol, ampicillin,
erythromycin and tetracycline. High resistance was observed
against amoxicillin/clavulanic acid (92.3%), streptomycin (87.3%)
and sulfamethoxazole (85.2%) for both Salmonella serovar iso-
lates. Salmonella serovar isolates were susceptible to amikacin
(98%), ciproﬂoxacin (95.8%), gentamicin (89.5%) oﬂoxacin (89.3%)
and cephalothin (85%). Multidrug resistance (to three or more
antibiotics) was recorded in Salmonella Enteritidis 58.73% (37/63)
and Salmonella Typhimurium 60.86% (42/69). Salmonella serovar
isolates exhibited multiple antibiotic resistances (MAR) index
between0.250 and0.583. Food-animals and abattoir efﬂuentswere
observed to be potential reservoirs of Salmonella serovars.
Conclusion: This study has revealed the importance of moni-
toring antimicrobial resistance in Salmonella associated with food
animals and the environment. It further implies that foods-animals
could be vital source, if not properly monitored transmission of
salmonellosis to humans.
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